MAPPING NEURONAL CELL TYPES USING INTEGRATIVE MULTI-SPECIES MODELING OF HUMAN AND MOUSE SINGLE CELL RNA SEQUENCING.
Mouse brain transcriptomic studies are important in the understanding of the structural heterogeneity in the brain. However, it is not well understood how cell types in the mouse brain relate to human brain cell types on a cellular level. We propose that it is possible with single cell granularity to find concordant genes between mouse and human and that these genes can be used to separate cell types across species. We show that a set of concordant genes can be algorithmically derived from a combination of human and mouse single cell sequencing data. Using this gene set, we show that similar cell types shared between mouse and human cluster together. Furthermore we find that previously unclassified human cells can be mapped to the glial/vascular cell type by integrating mouse cell type expression profiles.